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Fig. 11 -2 



401 CTCCTACTGGAACGCACTTCTGTGAGGTTGAACAGATAAGGAATGGACCT 4 50 

1 1 1 1 1 1 i 1 1 M 1 1 i 1 1 M i 1 1 1 1 i M 1 1 S 1 1 1 1 i 1 1 i i i I i 1 1 1 1 ! 1 M i 

401 CTCCTACTGGAACGCACTTCTGTGAGGTTGAACAGATAAGGAATGGACCT 450 
451 CCAGTCATTCATTCTGGAATCAAAGACCTAAAAGTCTTGAAAACAACCCA 500 

l!ll!iilltitll!lllll!lII!lill!M!i!lll!iMMl!!lij 

451 CCAGTCATTCATTCTGGAATCAAAGACCTAAAAGTCTTGAAAACAACCCA 500 
501 GTCTGGCTTTGAAGGATTCATCAAGGACCAGTTCACCACCCTCCCTGAGG 550 

1 1 1 1 1 M 1 ! 1 1 i 1 1 M 1 1 1 1 1 f 1 1 1 1 1 1 1 1 M I J E 1 1 i i 1 1 f I M 1 1 f 1 1 

501 GTCTGGCTTTGAAGGATTCATCAAGGACCAGTTCACCACCCTCCCTGAGG 550 
551 TGAAGGACCGGTGCTTTGCCACCCAAGTGTACTGCAAATGGCGCTACCAC 600 

IMlltlilMMIIIIMIMIIIilllMIIIMMIIIMMNMl 

551 TGAAGGACCGGTGCTTTGCCACCCAAGTGTACTGCAAATGGCGCTACCAC 600 
601 CAGGGCAGAGATGTGGACTTTGAGGCCACCTGGGACACTGTTAGGAGCAT 650 

lll!!l[|l!l!lillj|jl!!llill!ll!llf!M!ll!IM!!!lli 

601 CAGGGCAGAGATGTGGACTTTGAGGCCACCTGGGACACTGTTAGGAGCAT 650 
651 TGTCCTGCAGAAATTTGCTGGGCCCTATGACAAAGGCGAGTACTCGCCCT 7 00 

M M 1 1 U If f M M i M M 1 1 ! M ! M i M I i M i 1 M 1 i 1 1 M I M I i 

651 TGTCCTGCAGAAATTTGCTGGGCCCTATGACAAAGGCGAGTACTCGCCCT 700 
701 CTGTCCAGAAGACACTCTATGACATCCAGGTGCTCACCCTGGGCCAGGTT 750 

MIllliMllMMMNIIMIIIMIIMIIMIilllMMIilli 

7 01 CTGTCCAGAAGACACTCTATGACATCCAGGTGCTCACCCTGGGCCAGGTT 7 50 
751 CCTGAGATAGAAGATATGGAAATCAGCCTGCCAAATATTCACTACTTAAA 800 

i!IMti!!l!ill!liliit!!l!lllllMIII!!!!!!l!llllll! 

751 CCTGAGATAGAAGATATGGAAATCAGCCTGCCAAATATTCACTACTTAAA 800 
801 CATAGACATGTCCAAAATGGGACTGATCAACAAGGAAGAGGTCTTGCTAC 850 

lilMMMIMIIIMIillllllllillMIIIIIIIIMIIililil 

801 CATAGACATGTCCAAAATGGGACTGATCAACAAGGAAGAGGTCTTGCTAC 850 
851 CTTTAGACAATCCATATGGAAAAATTACTGGTACAGTCAAGAGGAAGTTG 900 

IIUllMNIMillM! 1 liililMllMMIIIIMIM! II 

851 CTTTAGACAATCCATATGGCAGGATTACTGGTACAGTCAAGAGGAAGCTG 900 

901 TCTTCAAGACTGTGA 915 

Mil: MINI 
901 ACTTCAAGGCTGTGA 915 
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Fig. 12-1 

Bestfit (GCG software) comparison of coding sequences of the cDNAs 
of Pig KS uricase ("PKS") vs. baboon uricase 

"Pig KS" uricase: 

Pig cDNA from 1 to 864 (Ndel site) and then Baboon 865 to 915 (end) 

Gap Weight: 50 Average Match: 10.000 

Length Weight: 3 Average Mismatch: -9.000 

Quality: 7573 Length: 915 

Ratio: 8.277 Gaps: 0 

Percent Similarity: 90.929 Percent Identity: 90.929 

Match display thresholds for the alignment (s) : 
j = IDENTITY 
: = 5 
. = 1 

pigKS.seq x baboon. seq July 25, 1998 10:21 
PKS 1 ATGGCTCATTACCGTAATGACTACAAAAAGAATGATGAGGTAGAGTTTGT 50 

INI! I lill IN Nil 1 1 1! 1 1 ! 1 J 1 1 ! i I I 11111111 

bab 1 ATGGCCGACTACCATAACAACTATAAAAAGAATGATGAATTGGAGTTTGT 50 
51 CCGAACTGGCTATGGGAAGGATATGATAAAAGTTCTCCATATTCAGCGAG 100 

IMIIlMIUIilMliilMli! ! i 1 1 ! I M f 1 ! 1 1 ! ! t i ( ! i I J 1 1 

51 CCGAACTGGCTATGGGAAGGATATGGTAAAAGTTCTCCATATTCAGCGAG 100 
101 ATGGAAAATATCACAGCATTAAAGAGGTGGCAACTTCAGTGCAACTGACT 150 

il!!!ill!(IIM!l!li!l!!!l[!!i;!IIIIH!!!liiH! Hi 

101 ATGGAAAATATCACAGCATTAAAGAGGTGGCAACTTCAGTGCAACTTACT 150 
151 TTGAGCTCCAAAAAAGATTACCTGCATGGAGACAATTCAGATGTCATCCC 200 

lill liHIMIMMimiMliilHI lillillil llliiil 

151 CTGAGTTCCAAAAAAGATTACCTGCATGGAGATAATTCAGATATC ATCCC 200 
201 TACAGACACCATCAAGAACACAGTTAATGTCCTGGCGAAGTTCAAAGGCA 250 

MIMMlllllMMIIIinin MM! MM Mill 13 il I 

201 TACAGACACCATCAAGAACACAGTTCATGTCTTGGCAAAGTTTAAGGGAA 250 
251 TCAAAAGCATAGAAACTTTTGCTGTGACTATCTGTGAGCATTTCCTTTCT 300 

HMMMllini i Mil I M M ill MMM MM iMMI 

251 TCAAAAGCATAGAAGCCTTTGGTGTGAATATTTGTGAGTATTTTCTTTCT 3 00 
3 01 TCCTTCAAGCATGTCATCAGAGCTCAAGTCTATGTGGAAGAAGTTCCTTG 350 

I! M 1 1 II M I III iMIIMMIMI IMMMM I Mill 

301 TCTTTTAACCATGTAATCCGAGCTCAAGTCTACGTGGAAGAAATCCCTTG 350 
351 GAAGCGTTTTGAAAAGAATGGAGTTAAGCATGTCCATGCATTTATTTATA 4 00 

IMMM M I M I M 1 1 1 1 1 M M M M II I II M I M ii M I M I I 

351 GAAGCGTCTTGAAAAGAATGGAGTTAAGCATGTCCATGCATTTATTCACA 400 
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Fig. 12-2 



401 CTCCTACTGGAACGCACTTCTGTGAGGTTGAACAGATAAGGAATGGACCT 450 

mi iiimii iiiiMiim i j i j 1 1 1 1 i ii i nun 

401 CTCCCACTGGAACACACTTCTGTGAAGTTGAACAACTGAGAAGTGGACCC 450 
451 CCAGTCATTCATTCTGGAATCAAAGACCTAAAAGTCTTGAAAACAACCCA 500 

II 11111111111111111111111111 11 IIIII11MMIII II 

451 CCCGTCATTCATTCTGGAATCAAAGACCTCAAGGTCTTGAAAACAACACA 500 
501 GTCTGGCTTTGAAGGATTCATCAAGGACCAGTTCACCACCCTCCCTGAGG 550 

1 1 1 1 m mum nmmmniim mmimmm 

501 GTCTGGATTTGAAGGTTTCATCAAGGACCAGTTCACCACCCTCCCTGAGG 550 
551 TGAAGGACCGGTGCTTTGCCACCCAAGTGTACTGCAAATGGCGCTACCAC 600 

MII1IIIM 1 1 N M 1 1 ! i 1 M i I i i 1 1 1 1 1 ! I ! I t i 1 1 f 1 1 1 { I i I 

551 TGAAGGACCGATGCTTTGCCACCCAAGTGTACTGCAAGTGGCGCTACCAC 600 
601 CAGGGCAGAGATGTGGACTTTGAGGCCACCTGGGACACTGTTAGGAGCAT 650 

in mi nmiiim inn imiii m n n i i 

601 CAGTGCAGGGATGTGGACTTCGAGGCTACCTGGGGC ACCATTCGGGACCT 650 
651 TGTCCTGCAGAAATTTGCTGGGCCCTATGACAAAGGCGAGTACTCGCCCT 7 00 

niiiii iimmimimmimfimmiimi mi 

651 TGTCCTGGAGAAATTTGCTGGGCCCTATGACAAAGGCGAGTACTCACCCT 700 
701 CTGTCCAGAAGACACTCTATGACATCCAGGTGCTCACCCTGGGCCAGGTT 750 

1 1 1 1 minim Miimi iiJimimi mil m m 

701 CTGTGCAGAAGACCCTCTATGATATCCAGGTGCTCTCCCTGAGCCGAGTT 750 
751 CCTGAGATAGAAGATATGGAAATCAGCCTGCCAAATATTCACTACTTAAA 800 

MMMMiiimmmmmiiMiiiii imimm n 

751 CCTGAGATAGAAGATATGGAAATCAGCCTGCCAAACATTCACTACTTCAA 800 
801 CATAGACATGTCCAAAATGGGACTGATCAACAAGGAAGAGGTCTTGCTAC 850 

MMiMiiimimm mimMMmimmimi 

601 TATAGACATGTCCAAAATGGGTCTGATCAACAAGGAAGAGGTCTTGCTGC 850 
851 CTTTAGACAATCCATATGGAAAAATTACTGGTACAGTCAAGAGGAAGTTG 900 

I M I M M 1 1 1 1 M 1 1 1 1 M 1 1 1 i 11 1 1 1 1 S 1 M J M M M 11 1 j E 1 [ I 

851 CATTAGACAATCCATATGGAAAAATTACTGGTACAGTCAAGAGGAAGTTG 900 
901 TCTTCAAGACTGTGA 915 

MIlMIMIimi 

901 TCTTCAAGACTGTGA 915 
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